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Southern blot of T. tauschii 
Genomic DNA 

1X 3X 




BamHI Digest 
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FIGURE 22A 



SUBSTITUTE SHEET (Rule 26) (RO/AU) 
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FIGURE 2 2B 
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FIGURE 2 2C 



SUBSTITUTE SHEET (Rule 26) (RO/AU) 
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FIGURE 22D 



SUBSTITUTE SHEET (Rule 26) (RO/AU) 
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BEIIprol GFP NOS 
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Primer 
Set 


Key 


Forward 
Primer 


Forward Primer Sequence 


1 


E01 /E02 


WBE2E1F 


CGT CGC TGC TC^. TCA GGA AG 


2 


E01/E02 


sr854 . 1180F 


CTG GCT GAC TCA ATC ACT ACG 


3 


E02 / E03 


WBE2E2F 


CGC AAC CTG AAG AAT TAC AG 


4 


E03 / E04 


WBE2E3F 


ATT TTC GGA GCC ATC TTG AC 


5 


E04 /E05 


WBE2E4F 


TCG TGG TTA TGA AAA GCT TGo 


6 


E05/E06 


sr913F 


ATC ACT TAC CGA GAA TGG G 


7 


E05 / 105 


sr913F 


ATC ACT TAC CGA GAA TGG G 


Q 

o 






ALA Ail \jj\jt\ AIL. LAn Aib L.A 


9 


E07/E08 


WBE2E7F 


AGC TAT TCC TCA TGG CTC AC 


10 


E08/E09 


WBE2E8F 


TGC AGG CTC CAG GTG AAA TA 


11 


E10/E11 


da5 . seq 


GGC TTG GAT ACA ATG CAG TGC 


12 


E12/E13 


dal51 . seq 


TTG ACG GCT TGA ATG GTT TC 


13 


E17/E18 


WBE2E17F 


TTT AGG TGG TGA AGG CTA TCT 


14 


E18/E19 


sr860R 


AAT GGA TAG ATT TTC CAA GAG G 


15 


E19_3 ' 


WBE2-2395F 


AGC AGA ACT GCG GTC GTG TA 



Reverse 
Primer 


Reverse Primer Sequence 


Temp 


bp 


WBE2E2R 


CAG GAC CTT CCC TGG AGA GG 


57.4 


401 


WSBE9E2R 


GGC ACG AGT GTG TGT ACC TGT A 


57.7 


601 


sr866F 


TAT CTT CAG GTA TCT ACA GC 


49.8 


309 


WBE2E4R2 


ATG CTT CCA ATC CAC CTT CA 




>450 


WBE2E5R 


GAG CCC ATT CTC GGT AAG TGA 


50.5 


234 


WBE2E6R 


CTG CAT TTG GAT TCC AAT TG 


49.9 


232 


WBE2I5R 


CAG TAA GCT AGT TGG TGA ATA 


46 . 6 


106 


WBE2E7R 


GGG AGG AAA ATC TCC CAA AC 


51.0 


402 


sr915F 


CCA TTG AAA GGT ATT TCA CC 


51.1 


203 


sr912F 


TAA CTT ATT GAC ATA CCG G 


48.4 


439 


WBE2E11R 


CTG GAG TTC CAA AAC GGC TAC 


51.2 


289 


WBE2E13R 


ATT CTT CAA GCC ACC ATC TC 


51.6 


244 


WBE2E18R 


TAT TGT TAT TTC CAG GGG AGA 


50.2 


258 


da23 . seq 


TGC TGC ATT GCC TGA TCG AA 


50.4 


-295 


WBE2-2634R 


AAC ACC CAG GCC CGT CCA TT 


57.2 


240 
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SBE H Intron 5 primer set - digested with Dde1 
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SBE II Intron 10 primer set - digested with Dde1 
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FIGURE 27 



